Ribosomal RNA sequences have been shown to be a target of choice for the inter-and intraspecies identification and classification of a number of microorganisms (For example: 1, 2). However, no known large subunit rRNAs (LSU) sequence of pathogenic yeasts have yet been obtained. Therefore, during the course of an epidemiologic study of recurrent vulvovaginal candidiasis, we decided to determine the sequence of the 25S rRNA of C.albicons, the most common pathogenic yeast.
changes are predicted to be located in complementary regions responsible for secondary structure; of that number, only 6 should destroy an actual base pairing. A closer look also revealed that 18 nucleotide's substitutions lead to a complementary change of the pairing nucleotide (a total of 36 nucleotides out of 59); furthermore, 10 more changes lead to strengthening of the pairing between complementary regions by creating new base pairs.
Finally, we demonstrated by primer extension that the 25S rRNA of C.albicans begins one nucleotide upstream compared to S.cerevisiae: starting with TTTGA rather than TTGA. The result obtained for S. cerevisiae is in accordance with that found by Sugiura and Takanami (8) , as well as Veldman et al. in S.carlsbergiensis (9) , as opposed to Bayev et al. (10) who determined the origin to be 2 nucleotides upstream.
